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Gin 


Arg 
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He 


Leu 
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Asp 
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Ser 


Tyr 
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Phe 
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Thr 


Tyr 


Ser 








100 










105 










110 






Gly 


Glu 


He 


Gly 


Thr 


Lys 


Lys 


Lys 


Val 


Lys 


Arg 


Leu 


Leu 


Ser 


Phe 


Gin 






115 










120 










125 








Arg 


Tyr 


Phe 


His 


Ala 


Ser 


Arg 


Leu 


Leu 


Arg 


Gly 


He 


He 


Pro 


Gin 


Ala 




130 










135 










140 










Pro 


Leu 


His 


Leu 


Leu 


Asp 


Glu 


Asp 


Tyr 


Leu 


Gly 


Gin 


Ala 


Arg 


His 


Met 


145 










150 










155 










160 


Leu 


Ser 


Lys 


Val 


Gly 


Met 


Trp 


Asp 


Phe 


Asp 


He 


Phe 


Leu 


Phe 


Asp Arg 
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Leu 


Thr 


Asn 
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Leu 


Val 


Thr 


Leu 
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His 


Leu 


Phe 


Asn 








180 
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Thr 


His 
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Leu 


He 


His 


His 


Phe 


Lys 


Leu 


Asp 


Met 
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Thr 


Leu 


His 
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Arg 


Phe 


Leu 


Val 


Met 


Val 
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Glu 


Asp 


Tyr 


His 


Ser 


Gin 


Asn 


Pro 


Tyr 
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Ala 


Ala 
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Thr 


Gin 
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His 


Cys 


Tyr 
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240 


Leu. 


Lys 


Glu 
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Lys 


Leu 


Ala 
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Phe 


Leu 


Thr 


Pro 


Leu Asp 


He 


Met 










245 
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255 




Lgu. 


Gly 


Leu 


Leu 


Ala 


Ala 


Ala 


Ala 


His 


Asp 


Val 


Asp 


His 


Pro 


Gly 


Val 
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Asn 


Gin 


Pro 
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Leu 
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Thr 


Asn 
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Leu 


Ala 


Asn 


Leu 


Tyr 
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Gin 


Asn 


Met 
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Val 


Leu 


Glu 


Asn 


His 
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Tro 


Arg 


Ser 


Thr 


He 
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290 










295 










300 










Met 


Leu 


Arg 


Glu 


Ser 


Arg 


Leu 


Leu 


Ala 


His 


Leu 


Pro 


Lys 


Glu 


Met 


Thr 


305 










310 










315 










320 


Gin 


Asp 


lie 


Glu 


Gin 


Gin 


Leu 


Gly 


Ser 


Leu 


He 


Leu 


Ala 


Thr 


Asp 


He 










325 










330 










335 




Asn 


Arg 


Gin 


Asn 


Glu 


Phe 


Leu 


Thr 


Arg 


Leu 


Lys 


Ala 


His 


Leu 


His 


Asn 








340 










345 










350 






Lys 


Asp 


Leu 


Arg 


Leu 


Glu 


Asp 


Ala 


Gin 


Asp 


Arg 


His 


Phe 


Met 


Leu 


Gin 






355 










360 










365 








He 


Ala 


Leu 


Lys 


Cys 


Ala 


Asp 


He 


Cvs 


Asn 


Pro 


Cys 


Arq 


He 


Trp 


Glu 




370 










375 










380 










Met 


Ser 


Lys 


Gin 


Tro 


Ser 


Glu 


Arg 


Val 


Cys 


Glu 


Glu 


Phe 


Tyr 


Arg 


Gin 


385 










390 










395 










400 


Gly Glu 


Leu 


Glu 


Gin 


Lys 


Phe 


Glu 


Leu 


Glu 


He 


Ser 


Pro 


Leu 


Cys 


Asn 










405 










410 










415 




Gin 


Gin 


Lys 


Asp 


Ser 


He 


Pro 


Ser 


He 


Gin 


He 


Gly 


Phe 


Met 


Ser 


Tyr 








420 










425 










430 






He 


Val 


Glu 


Pro 


Leu 


Phe 


Arg 


Glu 


Trp 


Ala 


His 


Phe 


Thr 


Gly Asn 


Ser 






435 










440 










445 








Thr 


Leu 


Ser 


Glu 


Asn 


Met 


Leu 


Gly 


His 


Leu 


Ala 


His 


Asn 


Lys 


Ala 


Gin 




450 










455 










460 










Trp 


Lys 


Ser 


Leu 


Leu 


Pro 


Arg 


Gin 


His 


Arg 


Ser 


Arg 


Gly 


Ser 


Ser 


Gly 


465 










470 










475 










480 


Ser 


Gly 


Pro 


Asp 


His 


Asp 


His 


Ala 


Gly 


Gin 


Gly 


Thr 


Glu 


Ser 


Glu 


Glu 










485 










490 










495 




Gin 


Glu 


Gly Asp 


Ser 


Pro 























500 

<210> 2 

<211> 2201 

<212> DNA 

<213> Homo sapeins 

<220> 
<221> CDS 

<222> (224) . . . (1729) 
<400> 2 

ggagggcctg aagagacagg gaggttgtgc caggctggag gaggcttgtc tttccgaagc 60 
tggagaggat cttacggggg ttcgcttttc cctgcctggg aagaatttcc cctgtggtag 120 
cagcagcagc agcagcagaa gcagaaacag cagcagcagc aacagcagca gcagcagcag 180 
caccaccacc accactacct cctcttctgg ggcacaagac aga atg cot gtg eta 235 

Met Pro Val Leu 
1 

gag cga tat ttc cac cca gca gag eta ggc agg agg tgg aca ggc cca 283 
Glu Arg Tyr Phe His Pro Ala Glu Leu Gly Arg Arg Trp Thr Gly Pro 
5 10 15 20 



2 



4 



gaa ggt gtg ctg ccc tec tec ccg gga age egg ccg ggg tge eag cag 331 
Glu Gly Val Leu Pro Ser Ser Pro Gly Ser Arg Pro Gly Cys Gin Gin 
25 30 35 

ggg ccg ctg ccc tgg gac ttg cea gag atg ate agg atg gta aag ctg 379 
Gly Pro Leu Pro Trp Asp Leu Pro Glu Met lie Arg Met Val Lys Leu 
40 45 50 

gtt tgg aaa tec aaa agt gag ctg cag gcg ace aaa cag aga ggc att 427 
Val Trp Lys Ser Lys Ser Glu Leu Gin Ala Thr Lys Gin Arg Gly lie 
55 60 65 

ctg gae aat gaa gat get etc cgc age ttt cea gga gat ata ega eta 475 
Leu Asp Asn Glu Asp Ala Leu Arg Ser Phe Pro Gly Asp He Arg Leu 
70 75 80 

agg ggt eag acg ggg gtt egt get gaa cgc cgt ggc tec tac cea tte 523 
Arg Gly Gin Thr Gly Val Arg Ala Glu Arg Arg Gly Ser Tyr Pro Phe 
85 90 95 100 

att gac tte cgc eta ett aac agt aca aca tac tea ggg gag att ggc 571 
He Asp Phe Arg Leu Leu Asn Ser Thr Thr Tyr Ser Gly Glu He Gly 
105 110 115 

ace aag aaa aag gtg aaa aga eta tta age ttt caa aga tac tte cat 619 
Thr Lys Lys Lys Val Lys Arg Leu Leu Ser Phe Gin Arg Tyr Phe His 
120 125 130 

gca tea agg ctg ett cgt gga att ata cea caa gee ect ctg cac ctg 667 
Ala Ser Arg Leu Leu Arg Gly He He Pro Gin Ala Pro Leu His Leu 
135 140 145 

ctg gat gaa gae tac ett gga caa gca agg eat atg etc tee aaa gtg 715 
Leu Asp Glu Asp Tyr Leu Gly Gin Ala Arg His Met Leu Ser Lys Val 
150 155 160 

gga atg tgg gat ttt gac att tte ttg ttt gat cgc ttg aca aat gga 7 63 

Gly Met Trp Asp Phe Asp He Phe Leu Phe Asp Arg Leu Thr Asn Gly 
165 170 175 180 



aac age ctg gta aca ctg ttg tge cac etc tte aat ace cat gga etc 
Asn Ser Leu Val Thr Leu Leu Cys His Leu Phe Asn Thr His Gly Leu 
185 190 195 



811 



att cac cat tte aag tta gat atg gtg ace tta cac ega ttt tta gte 859 
He His His Phe Lys Leu Asp Met Val Thr Leu His Arg Phe Leu Val 
200 205 210 

atg gtt caa gaa gat tac cac age caa aae eeg tat eae aat get gtt 907 
Met Val Gin Glu Asp Tyr His Ser Gin Asn Pro Tyr His Asn Ala Val 
215 220 225 

eae gea gee gae gte aee eag gee atg cac tge tac ctg aaa gag cea 955 
His Ala Ala Asp Val Thr Gin Ala Met His Cys Tyr Leu Lys Glu Pro 
230 235 240 

aag ett gee age tte etc aeg ect ctg gac ate atg ett gga ctg ctg 1003 

3 



Lys Leu Ala Ser Phe Leu Thr Pro Leu Asp lie Met Leu Gly Leu Leu 
245 250 255 260 

get gca gca gca cac gat gtg gac cac cca ggg gtg aac cag cca ttt 1051 

Ala Ala Ala Ala His Asp Val Asp His Pro Gly Val Asn Gin Pro Phe 
265 270 275 

ttg ata aaa act aac cac cat ctt gca aac eta tat cag aat atg tct 1099 

Leu lie Lys Thr Asn His His Leu Ala Asn Leu Tyr Gin Asn Met Ser 
280 285 290 

gtg ctg gag aat cat cac tgg cga tct aca att ggc atg ctt cga gaa 1147 

Val Leu Glu Asn His His Trp Arg Ser Thr lie Gly Met Leu Arg Glu 
295 300 305 

tea agg ett ett get eat ttg cca aag gaa atg aca cag gat att gaa 1195 

Ser Arg Leu Leu Ala His Leu Pro Lys Glu Met Thr Gin Asp lie Glu 

310 315 320 

cag cag ctg ggc tec ttg ate ttg gca aca gac ate aac agg cag aat 1243 

Gin Gin Leu Gly Ser Leu lie Leu Ala Thr Asp lie Asn Arg Gin Asn 
325 330 335 340 

gaa ttt ttg ace aga ttg aaa get cac etc cac aat aaa gac tta aga 1291 

Glu Phe Leu Thr Arg Leu Lys Ala His Leu His Asn Lys Asp Leu Arg 
345 350 355 

ctg gag gat gca cag gac agg cac ttt atg ett cag ate gee ttg aag 1339 

Leu Glu Asp Ala Gin Asp Arg His Phe Met Leu Gin lie Ala Leu Lys 
360 365 370 

tgt get gac att tgc aat cct tgt aga ate tgg gag atg age aag cag 1387 

Cys Ala Asp lie Cys Asn Pro Cys Arg lie Trp Glu Met Ser Lys Gin 
375 380 385 

tgg agt gaa agg gte tgt gaa gaa ttc tac agg caa ggt gaa ett gaa 1435 

Trp Ser Glu Arg Val Cys Glu Glu Phe Tyr Arg Gin Gly Glu Leu Glu 

390 395 400 

cag aaa ttt gaa ctg gaa ate agt cct ett tgt aat caa cag aaa gat 1483 

Gin Lys Phe Glu Leu Glu lie Ser Pro Leu Cys Asn Gin Gin Lys Asp 
405 410 415 420 

tec ate cct agt ata caa att ggt ttc atg age tac ate gtg gag eeg 1531 

Ser lie Pro Ser lie Gin lie Gly Phe Met Ser Tyr lie Val Glu Pro 
425 430 435 

etc ttc egg gaa tgg gee eat ttc aeg ggt aac age acc ctg teg gag 1579 

Leu Phe Arg Glu Trp Ala His Phe Thr Gly Asn Ser Thr Leu Ser Glu 
440 445 450 

aac atg ctg ggc cac etc gca cac aac aag gee eag tgg aag age ctg 1627 

Asn Met Leu Gly His Leu Ala His Asn Lys Ala Gin Trp Lys Ser Leu 
455 460 465 

ttg cce agg cag cac aga age agg ggc age agt gge age ggg cct gac 1675 

Leu Pro Arg Gin His Arg Ser Arg Gly Ser Ser Gly Ser Gly Pro Asp 

4 



4 



470 475 480 

cac gac cac gca ggc caa ggg act gag age gag gag cag gaa ggc gac 1723 

His Asp His Ala Gly Gin Gly Thr Glu Ser Giu Glu Gin Glu Gly Asp 
485 490 495 500 

age ccc taggggccgg cccaacttag acgcggctct cctccggcag ggcccccaga 1779 
Ser Pro 



gggcagaagc agcgtggagg ggccctcacg cagcagccca gccactttct gagtgttgtc 1839 
ctggggctct ttggaacgcc atcttcctcc cacttacctg cctcccctcc ttttcgcaaa 1899 
tgtacagaag ccatttgtca cctcagcatt cgctgccgaa atgagcaact ccattcagta 1959 
acgtgggagc tgatcccacg ggcaggctct ccctgctcca ggagaagact aggaggaaga 2019 
atgaggtgct cctgccgtgt ccgccttgtt ccgggtcgca ctggaacagg cagcaattcc 2079 
taagtccgga gcgtttgagc gtttgctatc tgactgctga tctgcgtgac agaaacacca 2139 
gcatatttgc aacgccaagg atattggtct taagtgcaag agcacaaatg agagtgtgaa 2199 

2201 

<210> 3 
<211> 320 
<212> PRT 

<213> Homo sapiens 
<400> 3 

Met Pro Val Leu Glu Arg Tyr Phe His Pro Ala Glu Leu Gly Arg Arg 

15 10 15 

Trp Thr Gly Pro Glu Gly Val Leu Pro Ser Ser Pro Gly Ser Arg Pro 

20 25 30 

Gly Cys Gin Gin Gly Pro Leu Pro Trp Asp Leu Pro Glu Met lie Arg 

35 40 45 

Met Val Lys Leu Val Trp Lys Ser Lys Ser Glu Leu Gin Ala Thr Lys 

50 55 60 

Gin Arg Gly lie Leu Asp Asn Glu Asp Ala Leu Arg Ser Phe Pro Gly 
65 70 75 80 

Asp lie Arg Leu Arg Gly Gin Thr Gly Val Arg Ala Glu Arg Arg Gly 

85 90 95 

Ser Tyr Pro Phe lie Asp Phe Arg Leu Leu Asn Ser Thr Thr Tyr Ser 

100 105 110 

Gly Glu lie Gly Thr Lys Lys Lys Val Lys Arg Leu Leu Ser Phe Gin 

115 120 125 

Arg Tyr Phe His Ala Ser Arg Leu Leu Arg Gly lie lie Pro Gin Ala 

130 135 140 

Pro Leu His Leu Leu Asp Glu Asp Tyr Leu Gly Gin Ala Arg His Met 
145 150 155 160 

Leu Ser Lys Val Gly Met Trp Asp Phe Asp lie Phe Leu Phe Asp Arg 

165 170 175 

Leu Thr Asn Gly Asn Ser Leu Val Thr Leu Leu Cys His Leu Phe Asn 

180 185 190 

Thr His Gly Leu lie His His Phe Lys Leu Asp Met Val Thr Leu His 

195 200 205 

Arg Phe Leu Val Met Val Gin Glu Asp Tyr His Ser Gin Asn Pro Tyr 

210 215 220 

His Asn Ala Val His Ala Ala Asp Val Thr Gin Ala Met His Cys Tyr 
225 230 235 240 

Leu Lys Glu Pro Lys Leu Ala Ser Phe Leu Thr Pro Leu Asp lie Met 
245 250 255 

5 



Leu Gly Leu Leu Ala Ala Ala Ala His Asp Val Asp His Pro Gly Val 

260 265 270 

Asn Gin Pro Phe Leu lie Lys Thr Asn His His Leu Ala Asn Leu Tyr 

275 280 285 

Gin Asn Met Ser Val Leu Glu Asn His His Trp Arg Ser Thr lie Gly 

290 295 300 

Met Leu Arg Glu Ser Arg Leu Leu Ala His Leu Pro Lys Glu Met Thr 
305 310 315 320 

<210> 4 

<211> 3336 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> inisc_f eature 
<222> (1) . . . (3336) 
<223> n = A,T,C or G 

<400> 4 

gagggcctga agagacaggg aggttgtgcc aggctggagg aggcttgtct ttccgaagct 60 

ggagaggatc ttacgggggt tcgcttttcc ctgcctggga agaatttccc ctgtggtagc 120 

agcagcagca gcagcagaag cagaaacagc agcagcagca acagcagcag cagcagcagc 180 

accaccacca ccactacctc ctcttctggg gcacaagaca gaatgcctgt gctagagcgc 240 

tatttccacc cagcagagct aggcaggagg tggacaggcc cagaaggtgt gctgccctcc 300 

tccccgggaa gccggccggg gtgccagcag gggccgctgc cctgggactt gccagagatg 360 

atcaggatgg taaagctggt ttggaaatcc aaaagtgagc tgcaggcgac caaacagaga 420 

ggcattctgg acaatgaaga tgctctccgc agctttccag gagatatacg actaaggggt 480 

cagacggggg ttcgtgctga acgccgtggc tcctacccat tcattgactt ccgcctactt 540 

aacagtacaa catactcagg ggagattggc accaagaaaa aggtgaaaag actattaagc 600 

tttcaaagat acttccatgc atcaaggctg cttcgtggaa ttataccaca agcccctctg 660 

cacctgctgg atgaagacta ccttggacaa gcaaggcata tgctctccaa agtgggaatg 720 

tgggattttg acattttctt gtttgatcgc ttgacaaatg gaaacagcct ggtaacactg 780 

ttgtgccacc tcttcaatac ccatggactc attcaccatt tcaagttaga tatggtgacc 840 

ttacaccgat ttttagtcat ggttcaagaa gattaccaca gccaaaaccc gtatcacaat 900 

gctgttcacg cagccgacgt cacccaggcc atgcactgct acctgaaaga gccaaagctt 960 

gccagcttcc tcacgcctct ggacatcatg cttggactgc tggctgcagc agcacacgat 1020 

gtggaccacc caggggtgaa ccagccattt ttgataaaaa ctaaccacca tcttgcaaac 1080 

ctatatcaga atatgtctgt gctggagaat catcactggc gatctacaat tggcatgctt 1140 

cgagaatcaa ggcttcttgc tcatttgcca aaggaaatga cgtaagtgct gccgagatga 1200 

aacatactga tgtgcatgca gtaaagataa gccactttct ctagggcagg cttgggacct 1260 

tttgcgtgaa tggcagagag ccccccggct gtacttcctg cctgcactga gctgtctatc 1320 

agaggagatt tggtgtcagt tacagcaacc cagaaaccaa aatctctctg tgtgctttga 1380 

aagggccttg cagagtcaat gacctacagt caggaaaagg gataataaac agctctcagt 1440 

tttcacacgc ttcagtatca gtgctcgact ttgccaaatt cccgaccttt agtttagcaa 1500 

aattgtcctt ccatgtagct ccaaatagta aatatttatc aagaaggaac ccaggcattc 1560 

taaagctaga gttcaaaaaa gtatattttg taattgctag tctcagcaaa aatagaagtc 1620 

agaaattctt ttctaaaatg tcttttgcta agtaattgaa atggccctag catttttttc 1680 

accaattaat ttaccttacg tctcttgcac tttaaacaga aggggagaca ctcattttct 1740 

ggttcactat ttgatagcca tggtatgtag gctgagtccc actaaatctg aggccattgt 1800 

ttcattttcc tggtggcccc aagttagctg ctaatactgt cttccaaggc caccattaat 1860 

tctgatctgt ttaatgaaca cgtgcagaac ccaagaaacc taggtgaaaa gagtacatag 1920 

attgctgtac ccttcttcaa gacaagcaca taacttgagg tcaaggacca agtgctgtct 1980 

cccaactgaa caagcagtat actctgggtt gtggattgat tcctggccct ctgatttgat 2040 

ctcatgctgt ttcctagcac ccagaggaat gtgaaatttg caggaggaat ttcagttctg 2100 

ataaattttt actccctgga actaaataaa accagttctc gtgcatggaa taaaaactta 2160 

tgcctcttac tagaataata aattgcaaag attgaaagaa ttaaatgcaa aaagaactaa 2220 
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aaactagagc 
agaaagaagg 
atgggaaagg 
tgttactcaa 
tatattttta 
ttgttataca 
attccttcta 
gttaattgta 
tctttttaag 
aaagagaaaa 
ctagtttatt 
atttggggaa 
tttccaaatc 
ataccactac 
tctgttttct 
aagtttcttg 
tgatggattg 
ttttaaaata 
tggttttcat 



aaaagatcaa 
agaaggaaag 
actctggggt 
tatttctttc 
tgtgtctttg 
ataatatatg 
tcacaggtaa 
gaaagtaagg 
ggccaaaaac 
ctgaaactgc 
ttcttttagt 
cttattttac 
attaaacctg 
tgcctttcat 
caggaagtat 
tatattatcc 
taagaaaatg 
tttgcaaatt 
taaattagta 



gtgagaagaa 
gaagaatagt 
gaccagactt 
ctaaaatatt 
tggaacacag 
tgaaaacttt 
atgctttaat 
aaaattcagg 
aggagacttt 
tagtaatcct 
cttttttcaa 
agtttacgtc 
ttaaattaaa 
ttggaattca 
ttgtagataa 
agttgttctt 
taccaatgta 
tgacatatat 
tgcatccttt 



gaaaagagga 
gaggacagga 
ctcctggtca 
catttcacat 
tgttataaat 
attacaaaag 
gtcatttttc 
aaagtgttag 
tagcactttc 
gccatccagg 
tacaaactta 
ctgaaatttt 
atgattttgt 
aatggtttcc 
aaattattgg 
ctaaaaggct 
ccatcaccaa 
gtatgtatat 
acttac 



ggtaaggaga 
aagaagaaaa 
gtacctgcat 
ctatggattc 
tgtttttgcc 
ccattatcat 
tgattttaaa 
tttgaactat 
atatgtttca 
tatagttcat 
ttttaacaaa 
ttatttacaa 
cagccgtatg 
aatatcccaa 
tcagaaaggt 
gtatctacct 
aattgagttt 
acacaaatat 



gagacaagga 
tgcaagggaa 
tcatcctgtt 
caatgaaaaa 
agaagaataa 
aatcattatt 
agtagggcag 
gtgaagttgc 
gcttgatatg 
gttaacctgg 
atatgattan 
taaagacttt 
gcattattgt 
actttgatac 
ctgaactttt 
gtattccaac 
atttttatct 
atatgtaaag 



2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3336 



<210> 5 
<211> 279 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> consensus sequence for 3'5*-Cyclic Nucleotide 
Phosphodiesterase Family 7 from the Prosite 
database 



<400> 5 



Tyr 


His 


Asn 


Trp 


He 


His 


Ala 


Phe 


Asp 


Val 


Thr 


Gin 


Thr 


Thr 


His 


Leu 


1 








5 










10 










15 




Leu 


Leu 


Leu 


Thr 


Leu 


Ala 


Leu 


Glu 


Arg 


Tyr 


Leu 


Thr 


Asp 


Leu 


Glu 


Val 








20 










25 










30 






Leu 


Ala 


Leu 


Val 


Phe 


Ala 


Ala 


Ala 


He 


His 


Asp 


Val 


Asp 


His 


Arg 


Gly 






35 










40 










45 








Thr 


Asn 


Asn 


Ser 


Phe 


Gin 


He 


Asn 


Ser 


Leu 


Gin 


Lys 


Ser 


Glu 


Leu 


Ala 




50 










55 










60 










Leu 


Leu 


Tyr 


Asn 


Asp 


Glu 


Gly 


Ser 


Val 


Leu 


Glu 


Asn 


His 


His 


Leu 


Ala 


65 










70 










75 










80 


Gin 


Ala 


Phe 


Lys 


Leu 


Leu 


Gin 


Asp 


Glu 


Glu 


Cys 


Asn 


He 


Phe 


Gin 


Asn 










85 










90 










95 




Leu 


Ser 


Lys 


Lys 


Asp 


Phe 


Arg 


Thr 


Leu 


Arg 


Asp 


Leu 


Val 


He 


Glu 


Ala 








100 










105 










110 






He 


Leu 


Ala 


Thr 


Asp 


Met 


Ser 


Leu 


His 


Leu 


Gin 


Lys 


Leu 


Lys 


Asp 


Leu 






115 










120 










125 








Lys 


Thr 


Met 


Val 


Glu 


Gin 


Lys 


Lys 


Val 


Tyr 


Glu 


Thr 


Gly 


Val 


Glu 


Trp 




130 










135 










140 










Thr 


Gin 


Tyr 


Leu 


Leu 


Asp 


Asn 


Tyr 


Thr 


His 


Lys 


He 


Leu 


Leu 


Leu 


Ser 


145 










150 










155 










160 


Leu 


Leu 


Met 


Thr 


Ala 


Ala 


Asp 


Leu 


Ser 


Asn 


Pro 


Thr 


Lys 


Pro 


Trp 


Ser 










165 










170 










175 




Leu 


Ser 


Lys 


Arg 


Trp 


Ala 


Glu 


Leu 


He 


Met 


Glu 


Glu 


Phe 


Phe 


Glu 


Gin 








180 










185 










190 






Gly 


Asp 


Leu 


Glu 


Arg 


Glu 


Leu 


Gly 


Leu 


Asp 


Arg 


Pro 


Ser 


Pro 


Met 


Cys 






195 










200 
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205 









Asp Arg Thr Ser Ala Ala Tyr Val Pro Lys Ser Gin Val Gly Phe lie 

210 215 220 

Asp Phe lie Val Glu Pro Val Phe Lys Leu Leu Ala Asp Val Val Glu 
225 230 235 240 

Lys Gly Arg Thr Thr Ser Glu Ala lie Asp Ala Asn His Leu Cys Trp 

245 250 255 

Val Ala Leu Asp Glu Glu Val Arg Asn Asp Asp lie Ala Pro Leu Leu 

260 265 270 

Asp Arg lie Glu Asp Asn Arg 
275 



<210> 6 
<211> 88 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> consensus sequence for 3*5 '-Cyclic Nucleotide 
Phosphodiesterase Family 7 from the Prosite 
database 



<400> 6 

Tyr His Asn Trp lie His Ala Phe Asp Val Thr Gin Thr Thr His Leu 

15 10 15 

Leu Leu Leu Thr Leu Ala Leu Glu Arg Tyr Leu Thr Asp Leu Glu Val 

20 25 30 

Leu Ala Leu Val Phe Ala Ala Ala lie His Asp Val Asp His Arg Gly 

35 40 45 

Thr Asn Asn Ser Phe Gin lie Asn Ser Leu Gin Lys Ser Glu Leu Ala 

50 55 60 

Leu Leu Tyr Asn Asp Glu Gly Ser Val Leu Glu Asn His His Leu Ala 
65 70 75 80 

Gin Ala Phe Lys Leu Leu Gin Asp 
85 
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